. Multiple sequence alignment among SaWRKY1, AtWRKY40, AtWRKY18, and AtWRKY60. Figure S2 . Callus used in this study. 
Method S1. Figure S3 . Amplification of 3′ and 5′ ends, as well as the ORF, of SaWRKY1. Figure S4 . RT-qPCR analysis of SaWRKY1 gene expression in wild type (WT) and transgenic Arabidopsis. Values shown are the means of three independent biological replicates ± SE. Asterisk indicates significance at P<0.01 between WT and transgenic lines using Duncan's multiple range test. Atactin2 (AT3G18780) was used as the internal reference gene.
